Grateloupia taiwanensis
Prasinophyceae sp. MBIC , using a cpREV+Γ4 model with divergence times estimated under an uncorrelated lognormal relaxed molecular clock model and the birth-death tree prior. The majority rule consensus tree obtained from the MrBayes analysis using a cpREV+ Γ4+F model (Figs 4, S2 ) was used to fix the topolgy. Two nodes in the tree were constrained in time based on previous molecular clock analyses: The root of the Viridiplantae was constrained using a normal prior with mean 970 Mya, standard deviation 200, and truncated at 655 and 1280 Mya based on previous studies [5] [6] [7] [8] [9] [10] [11] . The root of the land plants was constrained using a normal prior with mean 475 Mya and standard deviation 20 12 . Markov Chain Monte Carlo (MCMC) analyses were run for 10 million generations, with subsampling every 1,000 generations, and summary statistics and trees were generated using the last 5 million generations. Outgroups have been pruned from the tree after the analysis. 
